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AMENDMENTS TO THE CLAIMS 

X- (Canceled) 

2. (Currently amended): A method for estimating the precision ofas et of 
gene expiessioa data comprising nh^erved intensity m easurements taken from at least one 
a-gene expression microanay experiment said method comprising: 

inputting the set of gene ex pression data: 

(a) identifying a first subset of low-level data observed intensity 
measurements from the set of pane expres s ion data, wherein said subset of low level , 
observed intensity measurements have values less than an observed intensity 
measurement cutoff determined by a thresholding algorithm: 

(b) estimating a standard deviation, <r^ of an additive error component, £ ofdie 
set of gene expression data using either at least one ne gative control or using the first 
subset of low level observed inten sity measurements; 

(c) estimating a mean b ackground intensity m e asurement paramet e r , a, using 
either at least one negative control or using the first subset of low level observed intensity 
measurements; 

(d) identifying a second subset set of replicated high-level data observed 
intensity m easurements from the set of pene expre s sion data, wherein the second subset 
comprises several highest intensity measurements o f the set or the variance of logarithms. 
of the second subset is approxim ately constant; 

(e) estimating a standard deviation, cr^ , of a proportional error component, tu 
of the set of gene expression data using ft e^ the standard deviation of the logarithm of 
the second subset of r eplicated high-level observed intensity measurements; a nd datarset; 

(jE) measuring a signal, whoroin said signal indicatos an amount of a 
biological molcoulo; and 

(g) using the es timate^; of CTfi and Gr\ and a for estimating a variance, Var^ of 
the observed intensity measurements, v. moapuiod oigna l as 
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wherein fi is an expression level of a bi ological mol^Gule in arbitrary units ^ 

amount of the biological molooul e and >/ = a -i- //e" + ^ ; and 

vL^in ^ the vaiiance to estimate the precision of the aene expression data .set. 

and v i Thcrcin Gaid identifjing stop (a) compripos tfao ugo of a throsholding - 
dgorithm to catabliGh a cutoff; and tho set of low lovcl data conoista of thoso data %^itfa- 
values 1g5g than tho outoff 

3. (Currently amended): The method of claim 2, wherein the thresholding 
algorithm comprises the steps of: 

(a) identifying an initial set of low-level data measurements consisting of 
g percent of the total number of data points having the lowest measurement values, = 

{X] , X2> ' ' ' 3 Xno) j 

(b) calculating a mean and a standard deviation of the initial set, 

(c) calculating a cutoff point, = mean plus (c x the standard deviation), 
wherein c is the number of standard deviations or mean absolute deviations above the 
mean or median and c is set at 2, 2.5 or 3 for each iteration of the thresholding algorithm; 

(d) defining a new set, A^+\ = {xj < wn}; 

(e) calculating a mean and standard deviation of the new set; and 

(f) repeating steps (c) and (d) using the mean and standard deviation of the 
new set until n^^Mi^ tho algorithm e enverg e s . 

4, (Currently amended): The method of claim 2, wherein the thresholding 
algorithm comprises the steps of: 

(a) identifying A^, an initial set, of low-level data consisting of q percent of 
the total number of data points having the lowest measurement values. An = {xu ^2. - - - > 

Xfio} 9 



3 



PAGE 7116* RCVD AT 21712006 6:36:03 PM [Eastern Standard Time]' SVR:USPT0-EFXRF-6I31 ' DNIS:2738300* CSID:4152811 350' DURATION (inm-ss):04-12 



FEB-07-O6 03:34PM FROU-Fsnwick i Wast CTRS59 415 2811350 T-593 P. 008/016 F 

Attorney Docket No: 23540-07445AJS 
Client Re£ 200 1-072-2 
USSN: 09/955,663 

(b) calculating a median of the initial set, A^mo^ median {cj j^l^ and a 
oiedian of the absolute deviations about the median. MADo = median \xj - /n<,|}^'^, ; 

(c) calculating a cutoff point, «o = MADo + (c^ So\ wherein = MAno/0.675 
and c is the number of standard deviations or mean absolute deviations above the mean or 
median and c is set at 2, 2.5 or 3 for each iteration of the thresholding algorithm; 

(d) defining a new set, ^n+i = {*i "n} I 

(e) calculating a median and a median of the absolute deviations about the 
median of the new set; and 

(f) repeating steps (c) and (d) using the median and the median of die absolute 
deviations about ±e median of the new set until »«- = «h the algorithm converges . 

5. (Original): The metliod of claim 2, wherein the mean of the low-level data 
measurements is used as the estimate of the background parameter, a. 

6. (Previously presented) : The method of claim 2, wherein the standard 
deviation of the low-level data measurements is used as the estimate of the parameter 

7. (Previously presented): The method of claim 2, wherein a mean of negative 
control data is used as the estimate of the background parameter, a. 

8. (Previous^ presented): The method of claim 2, wherein the biological 
molecule is a nucleic acid. 

9. (Original): Tlie method of claim 8, wherein the nucleic acid is mRNA. 

1 0. (Original): The method of claim 8, wherein the biological molecule is 

DNA. 

1 1. (Original): The method of claim 10, wherein the DNA is cDNA. 

12. (Original): The method of claim 1 0, wherein the DNA is genomic. 

13. (Canceled) 

14. (Canceled) 
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